Introduction
Alterileibacterium massiliense was isolated using the culturomics approach, an approach based on the use of a large panel of culture conditions in order to describe the microbial composition of a sample by high-throughput culture [1] [2] [3] [4] . A taxonogenomics approach-including matrix-assisted laser desorption-ionization time-of-flight mass spectrometry (MALDI-TOF MS), phylogenetic analysis, main phenotypic description and genome sequencing-was used to describe this species [5, 6] .
Isolation and growth conditions
In April 2016, an unidentified bacterial strain was isolated from the human ileum of a patient with Crohn's disease and provisionally named Ileibacterium massiliense [7] . Tentative identification was done using MALDI-TOF MS on a Microflex LT spectrometer (Bruker Daltonics, Bremen, Germany) as previously described [8] . The obtained spectra (Fig. 1) were imported into MALDI Biotyper 3.0 software (Bruker Daltonics) and analysed against the main spectra of the bacteria included in two databases (Bruker Daltonics) and constantly updated MEPHI databases (http://www.mediterranee-infection.com/ article.php?larub=280&titre=urms-database). This strain was cultured routinely on Columbia sheep-blood agar (Biomerieux, Marcy l'Etoile, France) at 37°C under anaerobic conditions.
Strain identification
To identify this bacterium, the 16S rRNA gene was amplified using the primer pair fD1 and rP2 (Eurogentec, Angers, France) and sequenced using the Big Dye® Terminator v1.1 Cycle Sequencing Kit and 3500xLGenetic Analyzer capillary sequencer (Thermofisher, Saint-Aubin, France) as previously described [9] . The 16S rRNA nucleotide sequence was assembled and corrected using CodonCode Aligner software (http://www.codoncode.com).
The 16s rDNA gene sequence of strain Marseille-P3115 exhibited a 90.7% sequence similarity with Mogibacterium neglectum ATCC700924 T (GenBank accession no. AB037875), the phylogenetically closest species with a standing in nomenclature (Fig. 2) . We consequently classify this strain as a member of a new species within the new genus Alterileibacterium, family Clostridiales XIII. Incertae Sedis, phylum Firmicutes.
Phenotypic characteristics
Microcolonies are white and circular with a mean diameter of 0.08 mm. Bacterial cells of this gram-positive bacterium are easily discoloured and appear rather as Gram-negative bacilli that differ from their neighbouring genera Eubacterium and Mogibacterium. The cells have a mean diameter of 0.3 μm and a mean length of 1 μm (Fig. 3) . Strain Marseille-P3115 showed catalase-negative and oxidase-negative activities (Table 1) .
Genomics
Genomic DNA of the bacterium was sequenced using the MiSeq Technology (Illumina Inc, San Diego, CA, USA) with the matepair strategy as previously described [10] . Total information of 5.1 Gb was obtained from a 544K/mm 2 cluster density with a cluster passing quality control filters of 96.8% (10 139 000 passing filter paired reads). Within this run, the index representation for A. massiliense was determined to 4.43%. The 449 618 paired reads were trimmed using the Trimmomatic software [11] ; GapCloser [12] was used to reduce gaps, then assembly was carried out with the Spades software [13] in two scaffolds.
The genome of strain Marseille-P3115 is 1 450 823 bp long with a 35.9 mol% G+C content. The degree of genomic similarity between A. massiliense strain Marseille-P3115 and closely related species was estimated using the OrthoANI software [14] . Values among closely related species (Fig. 4) 
Conclusion
Strain Marseille-P3115 T , exhibiting a 16S rRNA sequence divergence >5 % with its phylogenetically closest species with standing in nomenclature, is consequently proposed as the type strain of the new genus and species Alterileibacterium massiliense gen. nov., sp. nov (Alter.il.ei.bac.te'ri.um, Gr. adj. Alter 'other', Gr. n. ilei, 'ileum'; Gr. n. bakterion, 'bacterium'; N.L. neut. n. Ileibacterium, 'bacterium isolated from the human ileum sample 'mas.si.li. en'se, L. neut. adj., massiliense for Massilia, the Latin name of Marseille, where the strain was first isolated). This strain was previously provisionally named Ileibacterium massiliense [7] . However, at the same time the genus name Ileibacterium gen. nov. was used to name an isolate of the family Erysipelotrichaceae [15] . This is the reason we modified the name of our isolate from Ileibacterium massiliense gen. nov. sp. nov. to Alterileibacterium massiliense gen. nov. sp. nov.
Nucleotide sequence accession number
The 16S rRNA gene and genome sequences were deposited in GenBank under accession number LT598557 and FNWE00000000, respectively. 
